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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.3 [Apr-24-2002] 

Matrix rBl6sUM82~"R gap operoHT| g»P extenaion: iTI 
x.dropoft Q?j «xp«ct£303 wordsiza: (TJ OtflC O ES 



Sequence 1 gU14Q2g£ 



/>\ Sequence 2 gl 12338$. High mobility group protein 1 (HMQ-1). Length 215 (1 „ 215) 

Z 




Length 215 (1 . 215) 




NOTEThe statistics (bitseora and expect value) is calculated basad on the aize of nr database 

Score = 415 bits (1067). Expect = e-115 

Identities = 195/215 (90tt, Positives * 209/215 (96M 



Query: 

Sbjct: 

dna-binding 

HMG1 

Query: 

SbJct: 
dna-blndlng 
dna-binding 
HMG1 

Query: 

Sbjct: 

dna-binding 

HMG1 



Query 

Sbjet: 
ASP/" 
HMG1 

CPU time 



1 i^kgdpkkprgkmssyaffvqtcreehkkkhpdasvnfsefskkcserwktmsskekckf bo 
mmgdpkkprgkmssyaffv^ 

1 MGKGDPKKPR^ 60 

61 |gM!M^!^S2i^M!^r /p K ffiT ^nS DPMAp ^ppsAFFLFcsE i kgehpgl 120 

EDMAKADK RYE+EMK Y+PPKGETKKKFKDPNAPKRPPS AFFLFCSE+RPK I KGFHPfll 
61 EDMAXADKARYEREMKTY I PPKffiTI^KDPN AWRPPSAFR I KGEHPGL 120 

Si .memttmm*** «*m.«„mm„««m 

111 SSSSSSSEKSSS^^ 

121 +H+++++++++H++f+++H++++HH++H+H+H+++++H+H+++HH+++ 



181 SKKXKEEEEOEDEDEEOEEDEEEEEEEEEDOODDE 215 
5^EEEDE+++EHEE+E+EE+ESE+DDDb1 ' 
ASP/riii-PirH uriMn III S>*EEE0EEDEEDEEEEEOEEDEDEEEDDDDE 215 
ASP/au-rtlCH (ACIDIC). 186 me************************** 

181 tm+HH++++++++++++++H++++++++H 



Lambda 
0.304 

Gapped 
Lambda 
0.267 



0. 03 user sees. 
0. 127 a 357 



K ^ 
0.0410 0.140 



0. 06 «y$. sees 



0.09 total sees. 



Matrix: BL0SUM62 

SShES"!!^ ! 3,i ^ en 55;J 1 ' Extension: 1 
Number of Hits to OB: 5441 



EXHIBIT A 



ResJi* 



http://ww^^i.nlm^iKiov/blast/bl2seq/wblast2.cgi? 
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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2,2.3 [Apr-24-2002] 

Mfltd* rysuBK^PI gap oDtnTfTI gap extension: ff l 
x.dropofft [MJ expect ^TC'O'H wordatee: [T] Filter O |A!!ffij 



Sequence 1 gU2aaZ3. High mobility group protein 2 (HMG-2). Length 207 (1 ^ 207) 
Sequence 2 gi .123321 High mobility group protein 2 (HMQ-2X Length 209 (1 „ 209) 

2 




NOTE;The statistics (bitocore and expect value) is calculated based on the size of nr database 

Score = 402 bits (1 034) .Expect = e-112 

Identities « 188/207 I90«, Positives => 201/207 (96X) 



Query: 

SbJct: 

dna-bindlng 

HMG2 

Query: 

Sbjct; 
dna-bindlng 
dna-bindlng 
KMG2 • 

Query: 

SbJct: 

Conflict 

^-binding 

Query: 
Sbjct: 

ASP/GLU-RICH (ACIDIC). 
HM62 



CPU time: 

Lambda 
0.304 

Gapped 
Lambda 
0.267 



61 mftooKNtrm^ 120 
ft mwm. mmmmm*mmm, 

121 ******************************************* 

121 +H+H++HHH++m++++4+*+H++++++H+++++++++++++++++Hm+ 

181 SKXKNEPEDEEEEEEEEDEDEEeIdED 207 
186 ********************** 
181 ++++ 



0. 06 User sees. 
K ^ 
0-126 a 358 



0- 03 sys. sees 



0. 09 total sees. 



K. H 
0.0410 



a uo 



Matrix: BL0SUM62 

Gap Penalties: Existence: 11, Extension: 1 



